A method for clustering gene expression data based on graph structure.
Recently, gene expression data under various conditions have largely been obtained by the utilization of the DNA microarrays and oligonucleotide arrays. There have been emerging demands to analyze the function of genes from the gene expression profiles. For clustering genes from their expression profiles, hierarchical clustering has been widely used. The clustering method represents the relationships of genes as a tree structure by connecting genes using their similarity scores based on the Pearson correlation coefficient. But the clustering method is sensitive to experimental noise. To cope with the problem, we propose another type of clustering method (the p-quasi complete linkage clustering). We apply this method to the gene expression data of yeast cell-cycles and human lung cancer. The effectiveness of our method is demonstrated by comparing clustering results with other methods.